The characteristics of the megabase DNA sequence were calculated by Artemis. The percent coding is exclusive of introns (with introns, 77.1%). Only three previously characterized genes were detected by a BLASTN homology search of the sequence against the public nucleotide database. The only predicted tRNA gene, with a marginally significant Cove score, is uncertain. The sequence contains no rRNA genes, as expected, since they are tandemly arranged on dedicated rDNA chromosomes. Two inverted DNA repeats, of unknown origin and significance, are separated by ‫3.1ف‬ and ‫22ف‬ kb, respectively, for the smaller and the larger repeat; the smaller repeat is GC rich. Figure 1) , 40% of the Paramecium macronuclear genome [13] . genes using multiple lines of evidence: GC content, codon bias, database). Once enough genes had been annotated manually, GlimmerM was trained and used to complete the structural annotaand sequence similarity with known proteins and intron predictions (profile hmms were built using the HMMER-2.2 package [29] , using tion (see below). tRNA predictions were made using tRNAscan-SE-1.23 [30] . introns from a pilot random sequencing project [13] and from Paramecium genes in the Invertebrate division of the public nucleotide
The predicted proteins were extracted from the gene models, and
